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We report the 5.0-Mb genome sequence of Indibacter alkaliphilus strain LWl^, isolated from a haloalkaline crater lake in the 
Buldana district, Maharashtra, India. 
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/ndibacter alkaliphilus strain LWl'^ was isolated from a water 
sample from Lonar Lake, a haloalkaline crater lake situated in 
the Buldana district of Maharashtra, India. It is a nonmotile, rod- 
shaped. Gram-negative bacterium ( 1). A 16S rRNA gene phyloge- 
netic analysis revealed members of the genera Belliella and Aqui- 
flexum to be the nearest neighbors of Indibacter alkaliphilus LWl^, 
with similarity values between 91.8 and 92.3%. 

The genome of Indibacter alkaliphilus LWl^ was sequenced 
using two platforms, an Illumina HiSeq 1000 instrument (Illu- 
mina. Inc.) and an lonTorrent personal genome machine (PGM) 
(Life Technologies Corporation, CA). Illumina HiSeq sequencing 
yielded 2,525,254,924 bases in 25,002,524 reads, which is 503 X 
coverage of the genome. Assembly of the raw reads was done using 
the CLC Genomics Workbench (v. 6.0.2; CLC bio, Denmark), 
which yielded a genome sequence of 5,020,409 bp in 64 contigs. 
Sequencing using the lonTorrent PGM yielded 1 14,661,689 bp in 
266,959 reads, which is 209 X coverage of the genome. The assem- 
bly of the sequencing data was done using a GS De Novo assembler 
(v. 2.5). Assembly yielded a genome sequence of 5,032,414 bp in 
86 contigs. Assembled data from both the platforms were aligned 
and merged using the AMOS package (a modular, open-source 
whole-genome assembler, v. 3.1; http://sourceforge.net/projects 
/amos). This final assembly yielded a genome sequence of 
5,036,047 bp in 56 contigs, with the largest contig being 587,558 
bp long and the smallest contig being 587 bp long. The calculated 
G+C content of the genome was 39.68 mol%. RAST (rapid anno- 
tation using subsystem technology) (2) was used for the annota- 
tion of the genome of Indibacter alkaliphilus LWl'^, tRNA was 
predicted by tRNAscan-SE (v. 1.23) (3), and rRNA genes were 
predicted by RNAmmer (v. 1.2) (4). 

The annotated genome consists of 4,656 protein-coding genes 
and 44 RNA genes. Among the genes, 131 genes were found to be 


involved in membrane transport, including genes for 5 tripartite 
ATP-independent (TRAP) transporters, 7 cation transporters, 
and 11 uni-, sym-, and antiporters. Also, there were 48 genes in- 
volved in resistance against antibiotics and toxic compounds, 12 
genes for intracellular resistance, and 8 1 genes for different stress 
responses, including 12 heat-shock, 3 cold-shock, and 12 periplas- 
mic stress-response genes. 

Nucleotide sequence accession numbers. The draft genome 
sequence of Indibacter alkaliphilus strain LWl'^ has been de- 
posited in DDBJ/EMBL/GenBank under the accession number 
ALWOOOOOOOOO. The version described in this paper is the second 
version, ALWO02000000. 

ACKNOWLEDGMENTS 

We thank the C-CAMP next-generation genomics facility for help in ob- 
taining NGS data. 

This work was funded by the CSIR network project GENESIS to S.S. at 
CCMB. Aditya Singh is currently a research intern under the Diamond 
Jubilee Scheme of CSIR at IMTECH. 

REFERENCES 

1. Anil Kumar P, Srinivas TN, Madhu S, Manorama R, Shivaji S. 2010. 
Indibacter alkaliphilus gen. nov., sp. nov., an alkaliphilic bacterium isolated 
from a haloalkaline lake. Int. J. Syst. Evol. Microbiol. 60:721-726. 

2. Aziz RK, Bartels D, Best AA, Dejongh M, Disz T, Edwards RA, Formsma 
K, Gerdes S, Glass EM, Kubal M, Meyer F, Olsen GJ, Olson R, Osterman 
AL, Overbeek RA, McNeil LK, Paarmann D, Paczian T, Parrello B, Pusch 
GD, Reich C, Stevens R, Vassieva O, Vonstein V, Wilke A, Zagnitko O. 
2008. The RAST server: rapid annotations using subsystems technology. 
BMC Genomics 9:75. 

3. Lowe TM, Eddy SR. 1997. tRNAscan-SE: a program for improved detec- 
tion of transfer RNA genes in genomic sequence. Nucleic Acids Res. 25: 
955-964. 

4. Lagesen K, Hallin P, Rodland EA, Staerfeldt HH, Rognes T, Ussery DW. 
2007. RNAmmer: consistent and rapid annotation of ribosomal RNA 
genes. Nucleic Acids Res. 35:3100-3108. 


July/August 2013 Volume 1 Issue 4 e00513-13 


Genome Announcements 


genomea.asm.org 1 


